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APPENDIX B

DIFFERENTIAL TRANSCRIPT ABUNDANCE
(EDGE)

DATASET

PlasmoDB IDs NAME

chr13-tRNA-Thr-1 chr13-tRNA-Thr-1::chr13-tRNA-Thr-1::(PCHR13-TRNA-THR-1_2)

chrl4.gen_473_MND1 chrl4.gen_473 MND1:chrl4.gen_473_MND1::(PCHR14.GEN_473_MND1_168)
chr7.rRNA-1-ITS1 chr7.rRNA-1-ITS1, putative::chr7.rRNA-1-ITS1::(PCHR7.RRNA-1-ITS1_17)
chr8.rRNA-1-5.8s-pseudo chr8.rRNA-1-5.8s, pseudo::chr8.rRNA-1-5.8s-pseudo::(PCHR8.RRNA-1-5.8S-PSEUDO_90)

MAL13P1.103 hypothetical protein::MAL13P1.103::(M10202_2)

MAL13P1.109 conserved hypothetical protein, conserved in P. falciparum::MAL13P1.109::(OPFM60490)
MAL13P1.118 cAMP-specific 3',5'-cyclic phosphodiesterase 4D, putative::MAL13P1.118::(M16622_2)
MAL13P1.131 hypothetical protein::MAL13P1.131::(M33739_10)

MAL13P1.141 hypothetical protein::MAL13P1.141::(M24561_22)

MAL13P1.142 hypothetical protein::MAL13P1.142::(M24561_19)

MAL13P1.15 hypothetical protein::MAL13P1.15::(PMAL13P1.15_12)

MAL13P1.150 hypothetical protein::MAL13P1.150::(PMAL13P1.150_1377)

MAL13P1.158 hypothetical protein::MAL13P1.158::(J4848_2)

MAL13P1.162 DNAJ-like protein, putative::MAL13P1.162::(PMAL13P1.162_176)

MAL13P1.164 elongation factor tu, putative::MAL13P1.164::(M8032_4)

MAL13P1.167 signal peptidase, putative::MAL13P1.167::(M18924_16)

MAL13P1.168 hypothetical protein::MAL13P1.168::(PMAL13P1.168_448)

MAL13P1.182 hypothetical protein, conserved::MAL13P1.182::(PMAL13P1.182_635)
MAL13P1.183 hypothetical protein::MAL13P1.183::(PMAL13P1.183_168)

MAL13P1.184 endopeptidase, putative::MAL13P1.184::(M32813_2)

MAL13P1.19 hypothetical protein::MAL13P1.19::(14256_1)

MAL13P1.190 proteasome regulatory component, putative::MAL13P1.190::(M54626_1)
MAL13P1.194 hypothetical protein::MAL13P1.194::(M37794_2)

MAL13P1.217 hypothetical protein::MAL13P1.217::(J8570_1)

MAL13P1.218 UDP-N-acetylglucosamine pyrophosphorylase, putative::MAL13P1.218::(M55888_8)
MAL13P1.227 ubiquitin-conjugating enzyme, putative::MAL13P1.227::(M35930_10)
MAL13P1.232 hypothetical protein::MAL13P1.232::(KN1115_2)

MAL13P1.234 hypothetical protein::MAL13P1.234::(14738_1)

MAL13P1.238 hypothetical protein::MAL13P1.238::(M15752_2)

MAL13P1.24 hypothetical protein::MAL13P1.24::(M29079_4)

MAL13P1.243 elongation factor Tu, putative::MAL13P1.243::(M45339_1)

MAL13P1.248 nucleoside diphospahte hydrolase::MAL13P1.248::(M24933_5)

MAL13P1.250 hypothetical protein::MAL13P1.250::(PMAL13P1.250_736)

MAL13P1.254 hypothetical protein::MAL13P1.254::(PMAL13P1.254_185)

MAL13P1.255 hypothetical protein::MAL13P1.255::(OPFM60555)

MAL13P1.256 phosphatidylinositol transfer protein, putative::MAL13P1.256::(PMAL13P1.256_3773)
MAL13P1.261 hypothetical protein::MAL13P1.261::(M24315_1)

MAL13P1.277 DnaJ-like protein, putative::MAL13P1.277::(PMAL13P1.277_207)

MAL13P1.28 hypothetical protein::MAL13P1.28::(M16281_2)

MAL13P1.281 glutamate--tRNA ligase, putative::MAL13P1.281::(M21508_6)

MAL13P1.292 riboflavin kinase / FAD synthase family protein, putative::MAL13P1.292::(PMAL13P1.292_332)
MAL13P1.299 hypothetical protein, conserved::MAL13P1.299::(M26245_8)

MAL13P1.300 hypothetical protein::MAL13P1.300::(M26245_9)

MAL13P1.303 polyadenylate binding protein, putative::MAL13P1.303::(M2931_3)

MAL13P1.308 hypothetical protein, conserved::MAL13P1.308::(M36754_2)

MAL13P1.318 hypothetical protein::MAL13P1.318::(OPFM60527)

MAL13P1.323 hypothetical protein::MAL13P1.323::(M1222_1)

MAL13P1.332 hypothetical protein::MAL13P1.332::(M3696_3)

MAL13P1.341 hypothetical protein, conserved::MAL13P1.341::(M38913_6)

MAL13P1.343 proteasome regulatory subunit, putative::MAL13P1.343::(M33419_1)
MAL13P1.354 erythrocyte membrane protein 1 (PfEMP1), pseudogene::MAL13P1.354::(L1_21)
MAL13P1.40 hypothetical protein::MAL13P1.40::(OPFM60513)

MAL13P1.45 hypothetical protein, conserved::MAL13P1.45::(M25032_3)

MAL13P1.48 hypothetical protein::MAL13P1.48::(M3590_1)

MAL13P1.480 Histidine Rich protein Il (HRPIII)::MAL13P1.480::(PHRPIII_502)

MAL13P1.54 hypothetical protein, conserved::MAL13P1.54::(M2511_2)

MAL13P1.61 hypothetical protein::MAL13P1.61::(M26214_1)

MAL13P1.65 hypothetical protein::MAL13P1.65::(PMAL13P1.65_103)

MAL13P1.74 hypothetical protein::MAL13P1.74::(M364_1)

MAL13P1.82 phosphatidylinositol synthase, putative::MAL13P1.82::(PMAL13P1.82_71)
MAL13P1.89 hypothetical protein::MAL13P1.89::(M5172_2)

MAL7P1.110 hypothetical protein, conserved::MAL7P1.110::(PMAL7P1.110_303)
MAL7P1.119 hypothetical protein::MAL7P1.119::(F53897_2)

MAL7P1.138 hypothetical protein::MAL7P1.138::(F35197_1)

MAL7P1.141 hypothetical protein::MAL7P1.141::(PMAL7P1.141_100)

MAL7P1.145 DNA mismatch repair protein pms1 homologue, putative::MAL7P1.145::(D52830_1)
MAL7P1.149 hypothetical protein::MAL7P1.149::(PMAL7P1.149_1727)

MAL7P1.170 ring stage expressed protein::MAL7P1.170::(OPFBLOB0026)

MAL7P1.25 hypothetical protein::MAL7P1.25::(F42062_1)

MAL7P1.27 chloroquine resistance transporter, putative::MAL7P1.27::(F35774_1)
MAL7P1.29 hypothetical protein::MAL7P1.29::(E12238_1)

MAL7P1.6 hypothetical protein::MAL7P1.6::(PMAL7P1.6_11)

MAL7P1.61 erythrocyte membrane protein 1 (PfEMP1) pseudogene::MAL7P1.61::(F17545_3)
MAL7P1.76 hypothetical protein::MAL7P1.76::(F403_1)

MAL7P1.77 hypothetical protein::MAL7P1.77::(F25543_1)
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MAL7P1.83
MAL7P1.88
MAL7P1.93
MALSP1.101
MAL8P1.108
MALSP1.109
MAL8P1.113
MALSP1.114
MAL8P1.145
MALS8P1.146
MAL8P1.157
MALSP1.17
MAL8P1.21
MAL8P1.3 i
MALS8P1.30
MAL8P1.32
MALS8P1.34
MAL8P1.51
MALS8P1.53
MAL8P1.55
MALS8P1.62
MAL8P1.79
MALS8P1.99
PF00_0001
PF00_0003
PF07_0006
PF07_0010
PFO07_0011
PF07_0023
PF07_0032
PF07_0034
PF07_0039
PF07_0042
PF07_0052
PF07_0059
PF07_0062
PF07_0064
PFO07_0075
PF07_0112
PF07_0113
PF07_0118
PFO07_0121
PF08_0003
PF08_0006
PF08_0010
PF08_0021
PF08_0029
PF08_0032
PF08_0041
PF08_0045
PF08_0053
PF08_0056
PF08_0063
PF08_0075
PF08_0080
PF08_0083
PF08_0091
PF08_0097
PF08_0098
PF08_0112
PF08_0116
PF08_0119
PF08_0125
PF08_0131
PF10_0014
PF10_0015
PF10_0016
PF10_0017
PF10_0019
PF10_0021
PF10_0022
PF10_0025
PF10_0033
PF10_0034
PF10_0036
PF10_0047
PF10_0051
PF10_0052
PF10_0053
PF10_0065
PF10_0066
PF10_0068
PF10_0079
PF10_0084
PF10_0092
PF10_0093
PF10_0097
PF10_0100
PF10_0101
PF10_0108
PF10_0116
PF10_0120
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hypothetical protein::MAL7P1.83::(F66828_2)

thioredoxin-like protein::MAL7P1.88::(F71224_1)

mitochondrial ribosomal protein S8, putative::MAL7P1.93::(F68670_1)
hypothetical protein::MAL8P1.101::(E22273_1)

protein phosphatase, putative::MAL8P1.108::(PMAL8P1.108_541)
hypothetical protein, conserved::MAL8P1.109::(F26666_3)
hypothetical protein::MAL8P1.113::(E4387_1)

hypothetical protein::MAL8P1.114::(F55001_5)

hypothetical protein, conserved::MAL8P1.145::(PMAL8P1.145_328)
hypothetical protein::MAL8P1.146::(F4732_2)

hypothetical protein::MAL8P1.157::(F27536_1)

disulfide isomerase precursor, putative::MAL8P1.17::(F53081_1)
hypothetical protein::MAL8P1.21::(F19190_1)

ntegral membrane protein, conserved in P. falciparum::MAL8P1.3::(OPFBLOB0144)
hypothetical protein::MAL8P1.30::(PMAL8P1.30_1158)
nucleoside transporter, putative::MAL8P1.32::(F4541_1)
hypothetical protein::MAL8P1.34::(F31053_2)

protein-transport protein sec61 beta 1 subunit, putative::MAL8P1.51::(PMAL8P1.51_168)
hypothetical protein::MAL8P1.53::(PMAL8P1.53_1127)
hypothetical protein::MAL8P1.55::(F20870_2)

hypothetical protein, conserved in other Plasmodium species::MAL8P1.62::(F70676_1)
hypothetical protein::MAL8P1.79::(KN2562_1)

hypothetical protein::MAL8P1.99::(F4481_1)

hypothetical protein::PF00_0001::(F5510_1)

hypothetical protein::PF00_0003::(F39902_1)

starp antigen::PF07_0006::(OPFG0007)

hypothetical protein::PF07_0010::(F20792_1)

hypothetical protein, conserved::PF07_0011::(OPFG0025)

DNA replication licensing factor mcm7 homologue, putative::PF07_0023::(OPFG0035)
Cg8 protein::PF07_0032::(D35303_1)

Cg3 protein::PF07_0034::(OPFG0001)

hypothetical protein::PF07_0039::(F47864_1)

hypothetical protein::PF07_0042::(F17836_1)

hypothetical protein::PF07_0052::(PPF07_0052_366)
4-nitrophenylphosphatase, putative::PF07_0059::(F7288_1)
GTP-binding translation elongation factor tu family protein, putative::PF07_0062::(F11707_1)
hypothetical protein::PF07_0064::(F69212_1)

hypothetical protein, expressed::PF07_0075::(F56229_4)
proteasome subunit alpha type 5, putative::PF07_0112::(F960_4)
hypothetical protein::PF07_0113::(F71022_1)

hypothetical protein::PF07_0118::(E18957_1)

hypothetical protein, conserved::PF07_0121::(E14340_1)
tryptophan/threonine-rich antigen::PF08_0003::(OPFBLOBO0065)
prohibitin, putative::PF08_0006::(OPFHO0005)

hypothetical protein::PF08_0010::(F5206_2)

hypothetical protein::PF08_0021::(F36803_1)

hypothetical protein::PF08_0029::(OPFH0035)

hypothetical protein::PF08_0032::(F1761_1)

ribosome biogenesis protein nepl homologue, putative::PF08_0041::(OPFBLOB0134)
2-oxoglutarate dehydrogenase el component::PF08_0045::(F10318_1)
hypothetical protein::PF08_0053::(PPF08_0053_743)

zinc finger protein, putative::PF08_0056::(F65493_3)

hypothetical protein::PF08_0063::(F39343_3)

60S ribosomal protein L13, putative::PF08_0075::(F21981_2)
hypothetical protein::PF08_0080::(F17989_1)

hypothetical protein::PF08_0083::(OPFH0037)

hypothetical protein::PF08_0091::(F28313_1)

hypothetical protein::PF08_0097::(PPF08_0097_1500)

abc transporter, putative::PF08_0098::(F61881_1)

hypothetical protein::PF08_0112::(PPF08_0112_708)

hypothetical protein::PF08_0116::(F53446_1)

hypothetical protein::PF08_0119::(PPF08_0119_76)

tubulin gamma chain::PF08_0125::(F20448_4)

1-cys peroxidoxin::PF08_0131::(F46816_2)

hypothetical protein::PF10_0014::(PPF10_0014_381)

acyl CoA binding protein, putative::PF10_0015::(OPFJ12802)

acyl CoA binding protein, putative::PF10_0016::(J33_21)
hypothetical protein::PF10_0017::(J33_20)

early transcribed membrane protein::PF10_0019::(J33_16)
hypothetical protein::PF10_0021::(J33_12)

hypothetical protein::PF10_0022::(J33_11)

PF70 protein::PF10_0025::(F67629_1)

hypothetical protein::PF10_0033::(J120_2)

hypothetical protein::PF10_0034::(J120_6)

N-acetyltransferase, putative::PF10_0036::(J120_11)

hypothetical protein::PF10_0047::(KS2508_1)

ADP/ATP carrier protein, putative::PF10_0051::(J43_12)
hypothetical protein::PF10_0052::(J43_15)

tRNA ligase, putative::PF10_0053::(J43_16)

hypothetical protein::PF10_0065::(J163_7)

hypothetical protein::PF10_0066::(J163_6)

hypothetical protein::PF10_0068::(J634_1)

hypothetical protein::PF10_0079::(J73_15)

tubulin beta chain, putative::PF10_0084::(J73_4)

hypothetical protein::PF10_0092::(PPF10_0092_84)

hypothetical protein::PF10_0093::(J267_2)

hypothetical protein::PF10_0097::(J647_6)

hypothetical protein::PF10_0100::(J1417_2)

hypothetical protein::PF10_0101::(J920_3)

hypothetical protein::PF10_0108::(J252_1)

hypothetical protein::PF10_0116::(J293_1)

hypothetical protein::PF10_0120::(KM827_4)
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PF10_0132 phospholipase C-like, putative::PF10_0132::(J53_7)

PF10_0134 hypothetical protein::PF10_0134::(PPF10_0134_457)

PF10_0152 hypothetical protein::PF10_0152::(J53_42)

PF10_0153 hsp60::PF10_0153::(J53_43)

PF10_0158 hypothetical protein::PF10_0158::(J53_52)

PF10_0163 hypothetical protein::PF10_0163::(J425_2)

PF10_0168 hypothetical protein::PF10_0168::(J248_4)

PF10_0174 26s proteasome subunit p55, putative::PF10_0174::(J110_4)
PF10_0181 hypothetical protein::PF10_0181::(J109_2)

PF10_0200 hypothetical protein, conserved::PF10_0200::(J26_1)

PF10_0222 hypothetical protein::PF10_0222::(PPF10_0222_11)

PF10_0227 hypothetical protein, conserved::PF10_0227::(PPF10_0227_403)
PF10_0235 hypothetical protein::PF10_0235::(J245_5)

PF10_0238 hypothetical protein::PF10_0238::(J245_10)

PF10_0246 hypothetical protein::PF10_0246::(J212_1)

PF10_0259 hypothetical protein::PF10_0259::(J232_6)

PF10_0262 hypothetical protein::PF10_0262::(J121_1)

PF10_0275 protoporphyrinogen oxidase, putative::PF10_0275::(J504_4)
PF10_0286 hypothetical protein::PF10_0286::(J151_5)

PF10_0295 hypothetical protein::PF10_0295::(J564_3)

PF10_0301 calmodulin, putative::PF10_0301::(J461_5)

PF10_0311 hypothetical protein, conserved::PF10_0311::(J352_5)

PF10_0313 hypothetical protein::PF10_0313::(D38761_3)

PF10_0317 hypothetical protein::PF10_0317::(J153_2)

PF10_0330 ubiquitin-conjugating enzyme, putative::PF10_0330::(J1011_2)
PF10_0331 hypothetical protein, conserved::PF10_0331::(J141_1)

PF10_0334 flavoprotein subunit of succinate dehydrogenase::PF10_0334::(J167_8)
PF10_0345 merozoite Surface Protein 3, MSP3::PF10_0345::(J116_9)
PF10_0346 merozoite Surface protein 6, MSP6::PF10_0346::(J116_7)
PF10_0359 hypothetical protein::PF10_0359::(J21_27)

PF10_0360 hypothetical protein::PF10_0360::(J21_24)

PF10_0363 pyruvate kinase, putative::PF10_0363::(J21_14)

PF11_0036 hypothetical protein, conserved::PF11_0036::(KS54_4)
PF11_0039 early transcribed membrane protein 11.1::PF11_0039::(KS75_16)
PF11_0040 early transcribed membrane protein 11.2::PF11_0040::(KS75_15)
PF11_0047 hypothetical protein::PF11_0047::(KS75_1)

PF11_0048 casein kinase Il beta chain, putative::PF11_0048::(KS375_3)
PF11_0084 hypothetical protein::PF11_0084::(PPF11_0084_251)

PF11_0087 Rad51 homolog, putative::PF11_0087::(KS42_6)

PF11_0105 hypothetical protein::PF11_0105::(KS2345_1)

PF11_0123 hypothetical protein::PF11_0123::(KS26_1)

PF11_0130 hypothetical protein::PF11_0130::(KS1022_8)

PF11_0140 hypothetical protein::PF11_0140::(KS306_2)

PF11_0142 hypothetical protein, conserved::PF11_0142::(KS178_2)
PF11_0149 hypothetical protein::PF11_0149::(PPF11_0149 206)

PF11_0152 hypothetical protein::PF11_0152::(PPF11_0152_17)

PF11_0154 hypothetical protein::PF11_0154::(KS152_1)

PF11_0159 hypothetical protein::PF11_0159::(PPF11_0159_288)

PF11_0164 peptidyl-prolyl cis-trans isomerase::PF11_0164::(KS2_14)
PF11_0165 falcipain 2 precursor::PF11_0165::(KS826_1)

PF11_0166 hypothetical protein::PF11_0166::(KS826_2)

PF11_0177 ubiquitin C-terminal hydrolase, family 1, putative::PF11_0177::(KS113_1)
PF11_0179 hypothetical protein::PF11_0179::(KS509_7)

PF11_0198 hypothetical protein, conserved::PF11_0198::(KS97_20)
PF11_0212 hypothetical protein::PF11_0212::(KS12_11)

PF11_0223 hypothetical protein::PF11_0223::(KS91_4)

PF11_0228 hypothetical protein::PF11_0228::(KS244_8)

PF11_0249 hypothetical protein::PF11_0249::(KS168_5)

PF11_0276 hypothetical protein::PF11_0276::(KS266_16)

PF11_0301 spermidine synthase::PF11_0301::(KS488_1)

PF11_0306 A/G-specific adenine glycosylase, putative::PF11_0306::(KS101_1)
PF11_0332 hypothetical protein::PF11_0332::(KS135_4)

PF11_0347 hypothetical protein::PF11_0347::(KS44_10)

PF11_0363 hypothetical protein::PF11_0363::(KS586_5)

PF11_0366 hypothetical protein::PF11_0366::(KS85_6)

PF11_0393 hypothetical protein, conserved::PF11_0393::(KS125_6)
PF11_0396 Protein phosphatase 2C::PF11_0396::(KS81_2)

PF11_0409 hypothetical protein, conserved::PF11_0409::(KS316_19)
PF11_0412 Vacuolar ATP synthase subunit F, putative::PF11_0412::(KS667_1)
PF11_0414 hypothetical protein::PF11_0414::(KS1030_4)

PF11_0419 hypothetical protein::PF11_0419::(KS694_2)

PF11_0429 hypothetical protein::PF11_0429::(KS545_1)

PF11_0460 hypothetical protein::PF11_0460::(KS127_17)

PF11_0469 hypothetical protein::PF11_0469::(KS225_10)

PF11_0485 hypothetical protein::PF11_0485::(KS56_24)

PF11_0488 hypothetical protein::PF11_0488::(KS56_33)

PF11_0489 hypothetical protein::PF11_0489::(KS222_1)

PF11_0504 hypothetical protein::PF11_0504::(KS157_19)

PF11_0505 hypothetical protein::PF11_0505::(KS157_18)

PF11_0507 antigen 332, putative::PF11_0507::(F40797_1)

PF11_0509 ring-infected erythrocyte surface antigen, putative::PF11_0509::(KS157_11)
PF11_0512 ring-infected erythrocyte surface antigen 2, RESA-2 - malaria parasite (Plasmodium falciparum)-related::PF11_0512::(KS157_1)
PF11_0513 hypothetical protein::PF11_0513::(KS48_18)

PF11_0521 erythrocyte membrane protein 1 (PfEMP1)::PF11_0521::(E686_1)
PF11_0524 U6 snRNA associated Sm-like protein Ls; U6 snRNA associated Sm-like protein LsM4, putative::PF11_0524::(KS25_17)
PF13_0011 plasmodium falciparum gamete antigen 27/25::PF13_0011::(M32775_1)
PF13_0029 hypothetical protein::PF13_0029::(M27404_1)

PF13_0036 DNAJ protein, putative::PF13_0036::(M45727_11)

PF13_0043 CCAAT-binding transcription factor, putative::PF13_0043::(M58024_1)
PF13_0045 40S ribosomal protein S27, putative::PF13_0045::(M3816_2)
PF13_0051 snornp protein garl homologue, putative::PF13_0051::(M12190_2)
PF13_0058 hypothetical protein::PF13_0058::(M2610_1)
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PF13_0059 ribosomal protein S15, mitochondrial precursor, putative::PF13_0059::(M38127_1)
PF13_0061 ATP synthase gamma chain, mitochondrial precursor, putative::PF13_0061::(M2511_7)
PF13_0076 hypothetical protein::PF13_0076::(M1595_2)

PF13_0095 DNA replication licensing factor mcm4-related::PF13_0095::(M4927_3)
PF13_0096 Ubiquitin Carboxyl-terminal Hydrolase-like zinc finger protein::PF13_0096::(M4927_1)
PF13_0101 hypothetical protein::PF13_0101::(14500_1)

PF13_0128 beta-hydroxyacyl-acp dehydratase precursor::PF13_0128::(M44397_17)
PF13_0129 ribosomal protein L6 homologue, putative::PF13_0129::(M44397_14)
PF13_0132 60S ribosomal protein L23a, putative::PF13_0132::(M44397_10)
PF13_0134 hypothetical protein::PF13_0134::(M44397_1)

PF13_0138 hypothetical protein, conserved::PF13_0138::(M43799_11)
PF13_0139 hypothetical protein::PF13_0139::(M43799_1)

PF13_0141 L-lactate dehydrogenase::PF13_0141::(M12812_7)

PF13_0148 hypothetical protein::PF13_0148::(M49680_3)

PF13_0158 hypothetical protein::PF13_0158::(OPFM60543)

PF13_0162 hypothetical protein::PF13_0162::(M56256_2)

PF13_0169 hypothetical protein::PF13_0169::(OPFM60551)

PF13_0173 hypothetical protein::PF13_0173::(J1010_1)

PF13_0182 hypothetical protein::PF13_0182::(KN945_3)

PF13_0192 hypothetical protein::PF13_0192::(J541_4)

PF13_0193 MSP7-like protein::PF13_0193::(111584_1)

PF13_0199 hypothetical protein::PF13_0199::(15698_1)

PF13_0217 hypothetical protein::PF13_0217::(M48963_5)

PF13_0220 hypothetical protein::PF13_0220::(M28331_2)

PF13_0221 hypothetical protein::PF13_0221::(J12778_2)

PF13_0222 RNA lariat debranching enzyme, putative::PF13_0222::(M951_1)
PF13_0260 hypothetical protein, conserved::PF13_0260::(M5968_1)

PF13_0268 ribosomal protein L17, putative::PF13_0268::(M59170_2)
PF13_0271 ABC transporter, putative::PF13_0271::(M26914_8)

PF13_0276 hypothetical protein::PF13_0276::(PPF13_0276_110)

PF13_0281 hypothetical protein::PF13_0281::(M56059_1)

PF13_0291 replication licensing factor, putative::PF13_0291::(M446_3)
PF13_0296 hypothetical protein, conserved::PF13_0296::(PPF13_0296_50)
PF13_0303 hypothetical protein::PF13_0303::(M43376_3)

PF13_0304 elongation factor 1 alpha::PF13_0304::(M40872_8)

PF13_0315 RNA binding protein, putative::PF13_0315::(M49010_1)

PF13_0319 hypothetical protein::PF13_0319::(PPF13_0319_120)

PF13_0323 binding protein, putative::PF13_0323::(M1774_1)

PF13_0328 proliferating cell nuclear antigen::PF13_0328::(M36754_1)
PF13_0330 ATP-dependent DNA helicase, putative::PF13_0330::(M22193_8)
PF13_0331 hypothetical protein, conserved::PF13_0331::(M22193_10)
PF13_0344 UBA/THIF-type NAD/FAD binding protein, putative::PF13_0344::(M34743_8)
PF13_0349 nucleoside diphosphate kinase b; putative::PF13_0349::(M38941_10)
PF14_0015 aminopeptidase, putative::PF14_0015::(N145_28)

PF14_0016 hypothetical protein::PF14_0016::(N145_23)

PF14_0038 cytochrome c, putative::PF14_0038::(N165_2)

PF14_0047 hypothetical protein::PF14_0047::(N159_4)

PF14_0051 hypothetical protein, conserved::PF14_0051::(N159_13)

PF14_0053 ribonucleotide reductase small subunit::PF14_0053::(N159_20)
PF14_0054 hypothetical protein, conserved::PF14_0054::(N159_23)

PF14_0064 vacuolar protein sorting 29, putative::PF14_0064::(N159_39)
PF14_0068 fibrillarin, putative:PF14_0068::(N159_46)

PF14_0072 hypothetical protein, conserved::PF14_0072::(N171_4)

PF14_0077 plasmepsin 2 precursor::PF14_0077::(N150_91)

PF14_0096 hypothetical protein::PF14_0096::(N150_60)

PF14_0105 hypothetical protein::PF14_0105::(N150_44)

PF14_0107 hypothetical protein, conserved::PF14_0107::(PPF14_0107_497)
PF14_0108 hypothetical protein::PF14_0108::(N150_33)

PF14_0109 hypothetical protein::PF14_0109::(PPF14_0109_47)

PF14_0122 nuclear transport factor 2, putative::PF14_0122::(N150_3)
PF14_0146 ribonucleoprotein, putative::PF14_0146::(N175_12)

PF14_0150 RNA polymerase small subunit, putative::PF14_0150::(N127_54)
PF14_0170 hypothetical protein::PF14_0170::(N127_12)

PF14_0176 hypothetical protein::PF14_0176::(N143_71)

PF14_0192 glutathione reductase::PF14_0192::(N143_29)

PF14_0200 hypothetical protein::PF14_0200::(M18376_1)

PF14_0208 hypothetical protein, conserved::PF14_0208::(N141_57)

PF14_0217 hypothetical protein::PF14_0217::(N141_41)

PF14_0232 hypothetical protein, conserved::PF14_0232::(N189_1)

PF14_0251 hypothetical protein::PF14_0251::(N136_12)

PF14_0253 hypothetical protein::PF14_0253::(N157_1)

PF14_0255 hypothetical protein::PF14_0255::(N157_7)

PF14_0257 hypothetical protein, conserved::PF14_0257::(N157_10)

PF14_0270 ribosomal protein L15, putative::PF14_0270::(N166_3)

PF14_0279 hypothetical protein::PF14_0279::(N138_13)

PF14_0285 exodeoxyribonuclease Ill, putative::PF14_0285::(N138_30)
PF14_0288 cytochrome c oxidase subunit Il precursor, putative::PF14_0288::(N138_34)
PF14_0300 syntaxin, putative::PF14_0300::(N138_61)

PF14_0310 hypothetical protein::PF14_0310::(N138_94)

PF14_0314 chromatin assembly factor 1 p55 subunit, putative::PF14_0314::(N138_102)
PF14_0316 DNA topoisomerase Il, putative::PF14_0316::(N172_3)

PF14_0321 ABC transporter, putative::PF14_0321::(N132_184)

PF14_0327 methionine aminopeptidase, type Il, putative::PF14_0327::(N132_172)
PF14_0329 hypothetical protein, conserved::PF14_0329::(M41547_1)
PF14_0369 hypothetical protein::PF14_0369::(N132_66)

PF14_0380 hypothetical protein::PF14_0380::(N132_37)

PF14_0381 delta-aminolevulinic acid dehydratase::PF14_0381::(N132_27)
PF14_0382 metalloendopeptidase, putative::PF14_0382::(N132_24)

PF14_0387 hypothetical protein::PF14_0387::(N132_11)

PF14_0392 Ser/Thr protein kinase, putative::PF14_0392::(19716_1)

PF14_0395 hypothetical protein, conserved::PF14_0395::(N128_94)

PF14_0401 methionine -- tRNA ligase, putative::PF14_0401::(N128_85)
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PF14_0403 protein prenyltransferase alpha subunit, putative::PF14_0403::(N128_76)
PF14_0411 small nuclear ribonuclear protein, putative::PF14_0411::(PPF14_0411_230)
PF14_0413 hypothetical protein::PF14_0413::(N128_62)

PF14_0417 heat shock protein, putative::PF14_0417::(N128_56)

PF14_0421 hypothetical protein, conserved::PF14_0421::(OPFNO0277)
PF14_0432 hypothetical protein::PF14_0432::(N128_23)

PF14_0444 hypothetical protein::PF14_0444::(N151_60)

PF14_0464 hypothetical protein::PF14_0464::(N151_11)

PF14_0475 hypothetical protein::PF14_0475::(N185_7)

PF14_0488 hypothetical protein::PF14_0488::(N149_13)

PF14_0493 sortilin, putative::PF14_0493::(N149_30)

PF14_0495 hypothetical protein::PF14_0495::(M52375_1)

PF14_0502 hypothetical protein::PF14_0502::(N140_10)

PF14_0518 nifU protein, putative::PF14_0518::(N168_34)

PF14_0519 ribosomal protein S11, putative::PF14_0519::(N168_32)
PF14_0524 hypothetical protein::PF14_0524::(PPF14_0524 219)

PF14_0525 hypothetical protein::PF14_0525::(N168_21)

PF14_0529 gamma-adaptin, putative::PF14_0529::(N168_3)

PF14_0535 hypothetical protein::PF14_0535::(N153_9)

PF14_0538 hypothetical protein::PF14_0538::(N153_15)

PF14_0571 hypothetical protein::PF14_0571::(N130_4)

PF14_0574 hypothetical protein::PF14_0574::(N134_142)

PF14_0583 hypothetical protein::PF14_0583::(N134_120)

PF14_0584 ribosomal protein S4, putative::PF14_0584::(N134_119)
PF14_0591 hypothetical protein::PF14_0591::(N134_103)

PF14_0592 hypothetical protein::PF14_0592::(N134_102)

PF14_0601 replication factor C3::PF14_0601::(N134_82)

PF14_0604 hypothetical protein::PF14_0604::(N134_76)

PF14_0607 hypothetical protein::PF14_0607::(N134_73)

PF14_0615 ATP synthase (C/AC39) subunit, putative::PF14_0615::(N134_44)
PF14_0621 hypothetical protein::PF14_0621::(N134_29)

PF14_0630 protein serine/threonine phosphatase::PF14_0630::(N134_2)
PF14_0632 26S proteasome subunit, putative::PF14_0632::(N135_24)
PF14_0637 rhoptry protein, putative::PF14_0637::(N135_14)

PF14_0665 hypothetical protein::PF14_0665::(KN5123_1)

PF14_0673 hypothetical protein::PF14_0673::(N137_43)

PF14_0677 RNA 3'-Terminal Phosphate Cyclase-like protein, putative::PF14_0677::(N187_5)
PF14_0680 hypothetical protein::PF14_0680::(PPF14_0680_16)

PF14_0681 diacylglycerol kinase, putative::PF14_0681::(N133_58)
PF14_0691 hypothetical protein::PF14_0691::(N133_36)

PF14_0694 protein disulfide isomerase, putative::PF14_0694::(N133_19)
PF14_0697 dihydroorotase, putative::PF14_0697::(N133_9)

PF14_0713 hypothetical protein::PF14_0713::(N147_18)

PF14_0716 Proteosome subunit alpha type 1, putative::PF14_0716::(N147_25)
PF14_0717 hypothetical protein::PF14_0717::(N148_12)

PF14_0730 hypothetical protein::PF14_0730::(PPF14_0730_170)

PF14_0731 hypothetical protein::PF14_0731::(N129_36)

PF14_0738 lysophospholipase, putative::PF14_0738::(N129_14)

PFA0110w ring-infected erythrocyte surface antigen precursor::PFA0110w::(A10325_29)
PFA0140c hypothetical protein::PFA0140c::(A23157_1)

PFA0180w hypothetical protein::PFA0180w::(A8010_10)

PFA0210c hypothetical protein::PFA0210c::(A8010_31)

PFAO0300c vacuolar ATP synthase, putative::PFA0300c::(A8109_6)
PFA0335w P. falciparum GTP binding protein RAB5::PFA0335w::(PPFA0335W_427)
PFAO0345w centrin, putative::PFA0345w::(A12797_1)

PFA0395c¢ hypothetical protein::PFA0395c::(PPFA0395C_496)

PFA0400c beta3 proteasome subunit, putative::PFA0400c::(A14680_4)
PFA0405w hypothetical protein::PFA0405w::(A9766_1)

PFA0415c¢ hypothetical protein::PFA0415c::(A21885_5)

PFA0420w hypothetical protein::PFA0420w::(A12706_1)

PFA0450c mRNA cleavage factor-like protein, putative::PFA0450c::(A31914_8)
PFA0485w hypothetical protein::PFA0485w::(A3310_11)

PFA0510w hypothetical protein::PFA0510w::(A3310_1)

PFAO0525w transcription initiation factor TFIIB, putative::PFA0525w::(A13725_6)
PFA0545c replication factor ¢ protein, putative::PFA0545c::(A1718_1)
PFAO0565¢ hypothetical protein::PFA0565c::(PPFA0565C_278)

PFA0570w hypothetical protein::PFA0570w::(A13231_2)

PFAO0670c hypothetical protein::PFA0670c::(PPFA0670C_135)

PFB0010w erythrocyte membrane protein 1 (PfEMP1)::PFB0010w::(B11)
PFB0085c¢ hypothetical protein::PFB0085c::(B50)

PFB0100c knob associated histidine-rich protein::PFB0100c::(A11546_1)
PFB0110w hypothetical protein::PFB0110w::(B68)

PFB0120w early transcribed membrane protein, putative::PFB0120w::(B70)
PFB0160w ERCC1 nucleotide excision repair protein, putative::PFB0160w::(B95)
PFB0190c hypothetical protein::PFB0190c::(B114)

PFB0250w hypothetical protein::PFB0250w::(B149)

PFB0315w 41 kDa antigen::PFB0315w::(B197)

PFB0365w hypothetical protein, conserved::PFB0365w::(B251)

PFB0385w acyl carrier protein, putative::PFB0385w::(B270)

PFB0390w ribosome releasing factor, putative::PFB0390w::(B272)

PFB0475c¢ hypothetical protein, conserved::PFB0475c::(B326)

PFB0575c¢ hypothetical protein::PFB0575c::(B388)

PFBO0580w hypothetical protein::PFB0580w::(B389)

PFB0595w heat shock 40 kDa protein, putative::PFB0595w::(B396)
PFB0600c hypothetical protein::PFB0600c::(B397)

PFB0605w Ser/Thr protein kinase, putative::PFB0605w::(B403)

PFB0620w hypothetical protein::PFB0620w::(B424)

PFB0635w T-complex protein 1, putative::PFB0635w::(B432)

PFB0705w hypothetical protein::PFB0705w::(B467)

PFB0810w hypothetical protein::PFB0810w::(B513)

PFB0865w small nuclear ribonucleoprotein, putative::PFB0865w::(B549)
PFB0900c hypothetical protein::PFB0900c::(B565)
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PFB0915w liver stage antigen 3::PFB0915w::(B572)

PFB0953w hypothetical protein::PFB0953w::(B603)

PFC0090w hypothetical protein, conserved::PFC0090w::(C54)

PFCO0115c erythrocyte membrane protein 1 (PfEMP1) pseudogene::PFC0115c::(C67)
PFCO0145c hypothetical protein, conserved::PFC0145c::(C97)

PFCO0165w hypothetical protein, conserved::PFC0165w::(C114)

PFCO0170c dihydrolipoamide acyltransferase, putative::PFC0170c::(C116)
PFC0220w hypothetical protein::PFC0220w::(C141)

PFCO0255c ubiquitin-conjugating enzyme E2, putative::PFC0255c::(C161)
PFC0325c hypothetical protein::PFC0325c::(C223)

PFC0350c T-complex protein eta subunit, putative::PFC0350c::(C234)
PFCO0405c hypothetical protein::PFC0405c::(C258)

PFCO0440c helicase, putative::PFC0440c::(C281)

PFC0445w hypothetical protein::PFC0445w::(PPFC0445W_93)

PFCO0540w hypothetical protein::PFC0540w::(C365)

PFCO0571c hypothetical protein::PFC0571c::(C386)

PFC0581w hypothetical protein::PFC0581w::(C416)

PFC0670c hypothetical protein::PFC0670c::(C441)

PFCO0705c hypothetical protein::PFC0705c::(C458)

PFCO0715c hypothetical protein::PFC0715c::(C470)

PFCO0745c proteasome component C8, putative::PFC0745c::(C497)
PFCO0765c hypothetical protein::PFC0765c¢::(C507)

PFCO0800w band 7-related protein::PFC0800w::(C526)

PFC0830w trophozoite stage antigen::PFC0830w::(C541)

PFC0845c ubiquitin--protein ligase, putative::PFC0845c::(C559)

PFCO0890w vesicle transport protein, putative::PFC0890w::(C591)

PFC0910w hypothetical protein::PFC0910w::(C600)

PFC0911c hypothetical protein::PFC0911c::(C602)

PFC0912w hypothetical protein::PFC0912w::(C604)

PFC0935c N-acetylglucosamine-1-phosphate transferase, putative::PFC0935c::(PPFC0935C_329)
PFC1025w F49C12.11-like protein::PFC1025w::(C681)

PFD0010w unknown::PFD0010w::(OPFD66971)

PFD0165w ubiquitin-specific protease, putative::PFD0165w::(D6287_29)
PFDO0175c hypothetical protein::PFD0175c::(D6287_31)

PFD0225w hypothetical protein::PFD0225w::(D49176_1)

PFD0230c protease, putative::PFD0230c::(D49176_6)

PFD0235c hypothetical protein::PFD0235¢::(D49176_8)

PFDO0285c lysine decarboxylase, putative::PFD0285c::(D49176_36)
PFD0320c hypothetical protein::PFD0320c::(D49176_61)

PFD0330w hypothetical protein::PFD0330w::(D17715_136)

PFDO0360w hypothetical protein::PFD0360w::(D17715_110)

PFDO0365c hypothetical protein::PFD0365c¢::(D17715_109)

PFDO0440w hypothetical protein::PFD0440w::(D17715_64)

PFDO0465c hypothetical protein, conserved::PFD0465c::(D17715_51)
PFDO0595w hypothetical protein::PFD0595w::(D17715_12)

PFD0670c hypothetical protein, conserved::PFD0670c::(D23156_20)
PFD0685c chromosome associated protein, putative::PFD0685c::(D23156_27)
PFD0690c hypothetical protein::PFD0690c::(D23156_45)

PFDO0755c adenylate kinase 1::PFD0755c::(D33539_32)

PFDO0760c hypothetical protein::PFD0760c::(D33539_33)

PFD0795w hypothetical protein::PFD0795w::(D33539_55)

PFDO0830w bifunctional dihydrofolate reductase-thymidylate synthase::PFD0830w::(D33539_76)
PFD0845w hypothetical protein::PFD0845w::(D33539_85)

PFDO0850c hypothetical protein, conserved::PFD0850c::(OPFHO0015)
PFD0930w CGI-141 protein homolog, putative::PFD0930w::(D12635_22)
PFD0945c hypothetical protein::PFD0945¢c::(D12635_33)

PFD1015c erythrocyte membrane protein 1 (PfEMP1)::PFD1015c::(D53677_1)
PFD1090c clathrin assembly protein, putative::PFD1090c::(D16785_10)
PFD1135c hypothetical protein::PFD1135¢::(D15909_4)

PFD1140w hypothetical protein::PFD1140w::(D15909_8)

PFD1165w protein kinase, conserved in P. falciparum::PFD1165w::(D34948_3)
PFE0045c kinase, putative::PFE0045c::(E20800_1)

PFE0065w skeleton binding protein::PFE0065w::(E598_1)

PFEO070w interspersed repeat antigen, putative::PFE0070w::(E12394_2)
PFEO0090w hypothetical protein::PFE0090w::(E17057_1)

PFE0110w hypothetical protein::PFE0110w::(F15289_3)

PFE0140c hypothetical protein::PFE0140c::(E13140_2)

PFEO0150c 4-diphosphocytidyl-2c-methyl-D-erythritol kinase (CMK), putative::PFE0150c::(E14176_1)
PFE0165w actin depolymerizing factor, putative::PFE0165w::(E13013_1)
PFEO0175c unconventional myosin pfm-b::PFE0175c::(E15509_11)

PFE0215w ATP-dependent helicase, putative::PFE0215w::(E714_9)
PFEO0265c¢ hypothetical protein::PFE0265c::(E20827_1)

PFE0420c guanidine nucleotide exchange factor, putative::PFE0420c::(E21208_5)
PFEO0435c single-strand binding protein, putative::PFE0435c::(E30064_1)
PFEO0445c SNAP protein (soluble N-ethylmaleimide-sensitive factor Attachment Protein), putative::PFE0445¢::(D13568_1)
PFEO0730c ribose 5-phosphate epimerase, putative::PFEQ730c::(E27247_7)
PFEOQ795c nif-like protein, putative::PFE0795c::(E3215_6)

PFE0800w hypothetical protein::PFE0800w::(E3215_4)

PFEO0810c 40S ribosomal subunit protein S14, putative::PFE0810c::(E3215_1)
PFE0855c¢ hypothetical protein::PFE0855¢::(E26351_1)

PFE0955w hypothetical protein::PFE0955w::(E13038_9)

PFE1025c¢ hypothetical protein::PFE1025c¢::(E26771_4)

PFE1040c hypothetical protein::PFE1040c::(E17542_1)

PFE1045c¢ hypothetical protein::PFE1045c¢::(E18031_10)

PFE1170w hypothetical protein::PFE1170w::(E6125_5)

PFE1175w hypothetical protein::PFE1175w::(E27173_1)

PFE1190c hypothetical protein::PFE1190c::(PPFE1190C_105)

PFE1230c hypothetical protein, conserved::PFE1230c::(F52907_2)
PFE1250w long-chain fatty acid CoA ligase, putative::PFE1250w::(E13599_1)
PFE1255w hypothetical protein::PFE1255w::(E24637_1)

PFE1280w hypothetical protein::PFE1280w::(E5415_6)

PFE1325w hypothetical protein::PFE1325w::(PPFE1325W _13374)
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PFE1340w transmembrane protein, putative::PFE1340w::(F35756_2)
PFE1405c¢ eukaryotic translation initiation factor 3, subunit 6, putative::PFE1405c::(E248_3)
PFE1425c¢ hypothetical protein::PFE1425c::(D65681_1)

PFE1430c cyclophilin, putative::PFE1430c::(E20260_8)

PFE1450c hypothetical protein, conserved::PFE1450c::(F53383_11)
PFE1595c¢ hypothetical protein::PFE1595¢::(E19695_2)

PFE1615c hypothetical protein::PFE1615c::(D57574_1)

PFF0115c elongation factor G, putative::PFF0115c::(E6534_1)

PFF0205w hypothetical protein, conserved::PFF0205w::(PMAL6P1.45_104)
PFF0210w hypothetical protein::PFF0210w::(PMAL6P1.46_2093)

PFF0230c glyoxalase I, putative::PFF0230c::(PMAL6P1.50_552)

PFF0235c hypothetical protein::PFF0235c::(PMAL6P1.51_1594)

PFF0290w long chain polyunsaturated fatty acid elongation enzyme, putative::PFF0290w::(PMAL6P1.62_738)
PFF0365c conserved hypothetical protein, EXS family::PFF0365c::(OPFF72474)
PFF0435w ornithine aminotransferase::PFF0435w::(OPFF72412)

PFF0490w hypothetical protein::PFF0490w::(PMAL6P1.102_2416)

PFF0500c step Il splicing factor, putative::PFF0500c::(F38861_1)

PFF0570c hypothetical protein::PFF0570c::(PMAL6P1.308_619)

PFF0580w hypothetical protein::PFF0580w::(OPFF72489)

PFF0595c hypothetical protein::PFF0595c::(PMAL6P1.303_4968)

PFF0620c hypothetical protein::PFF0620c::(OPFF72480)

PFF0670w hypothetical protein::PFFO670w::(E9475_1)

PFF0695w hypothetical protein, conserved::PFF0695w::(OPFF72512)
PFFO0775w pyridoxal kinase-like protein, putative::PFFO775w::(OPFF72459)
PFF0785w hypothetical protein, conserved::PFF0785w::(PMAL6P1.264_388)
PFF0825c mitochondrial import receptor subunit tom40::PFF0825c::(PMALEP1.256_494)
PFF0885w 60S ribosomal protein L27a, putative::PFF0885w::(OPFF72427)
PFF0905w hypothetical protein::PFF0905w::(PMAL6P1.240_748)

PFF0925w hypothetical protein::PFF0925w::(PMAL6P1.236_640)

PFF0940c cell division cycle protein 48 homologue, putative::PFF0940c::(F4425_1)
PFF0955c hypothetical protein::PFF0955c::(OPFF72446)

PFF1030w hypothetical protein, conserved::PFF1030w::(F30774_1)
PFF1065c hypothetical protein::PFF1065c::(PMAL6P1.207_638)

PFF1080w hypothetical protein, conserved::PFF1080w::(PMAL6P1.204_137)
PFF1260c hypothetical protein::PFF1260c::(D5782_1)

PFF1270c hypothetical protein::PFF1270c::(OPFF72513)

PFF1280w hypothetical protein::PFF1280w::(E18868_1)

PFF1355w hypothetical protein::PFF1355w::(OPFF72509)

PFF1365c hypothetical protein::PFF1365c::(D27403_1)

PFF1375c ethanolaminephosphotransferase, putative::PFF1375c::(OPFF72461)
PFF1425w RNA binding protein, putative::PFF1425w::(E18025_1)

PFI0085c hypothetical protein::PFI0085c::(13470_1)

PF10130c hypothetical protein::PFI0130c::(115913_1)

PFI0135c papain family cysteine protease, putative::PFI0135c::(1587_1)
PFI0145w hypothetical protein::PFI0145w::(PPFI0145W _292)

PFI0155c ras family GTP-ase, putative::PFI0155c::(117263_1)

PF10160w hypothetical protein::PFI0160w::(E25749_1)

PF10180w alpha tubulin::PFI0180w::(116837_2)

PF10215c signal peptidase, putative::PF10215c::(OPFI17697)

PF10235w replication factor A-related protein, putative::PFI0235w::(F18417_1)
PF10280c hypothetical protein, conserved::PFI0280c::(14355_3)

PF10335w hypothetical protein::PFI0335w::(115927_5)

PF10380c formylmethionine deformylase, putative::PFI0380c::(19302_2)
PF10475w small nuclear ribonucleoprotein (SnRNP), putative::PFI0475w::(15180_1)
PFI0505c¢ selenophosphate synthetase, putative::PFI0505c::(13489_1)
PF10540w hypothetical protein::PFI0540w::(E25593_1)

PFI0570w GTP-binding protein, putative::PFI0570w::(F5048_1)

PF10575c hypothetical protein::PFI0575c::(KN1713_1)

PFI0590c hypothetical protein::PFI0590c::(OPFI17707)

PF10610w hypothetical protein::PFI0610w::(OPFI17724)

PF10645w EF-1B::PFI0645w::(F19787_1)

PF10670w hypothetical protein, conserved::PFI0670w::(16724_2)

PF10675w hypothetical protein::PFI0675w::(F67796_1)

PFI0725c hypothetical protein::PFI0725c::(14179_1)

PF10730w hypothetical protein::PFI0730w::(F48839_1)

PFI0750c hypothetical protein::PFI0750c::(1884_1)

PF10760w hypothetical protein::PFI0760w::(117631_1)

PFI0820c RNA-binding protein, putative::PFI0820c::(116748_1)

PF10860c ATP-dependant RNA helicase, putative::PFI0860c::(F51170_1)
PFI0870w hypothetical protein::PFI0870w::(E11286_1)

PF10890c large ribosomal subunit protein L3, prokaryotic (50S)-like, putative::PFI0890c::(16033_4)
PFI0895c hypothetical protein, conserved::PFI0895c::(115861_1)

PFI0910w DNA helicase, putative::PFI0910w::(13002_1)

PFI0925w gamma-glutamylcysteine synthetase::PFI0925w::(F46067_3)
PFI0975c hypothetical protein::PFI0975c::(F37098_2)

PF11000w hypothetical protein::PFI1000w::(14780_1)

PFI1005w ADP-ribosylation factor-like protein, putative::PFI1005w::(13555_1)
PF11070c hypothetical protein::PFI1070c::(14487_1)

PFI1075w hypothetical protein::PFI1075w::(F61293_1)

PFI11110w glutamate--ammonia ligase (glutamine synthetase), putative::PFI11110w::(14989_2)
PFI1155w hypothetical protein::PFI1155w::(OPFI17661)

PF11160w hypothetical protein::PFI1160w::(117587_1)

PFI1170c Thioredoxin reductase::PFI1170c::(F64095_4)

PF11240c prolyl-t-RNA synthase, putative::PFI1240c::(11781_2)

PFI1245c Protein phosphatase-beta::PFI1245c::(15252_1)

PF11295c membrane transporter, putative::PFI1295c¢::(OPFI117700)

PF11320c hypothetical protein::PFI1320c::(113466_1)

PFI1325w hypothetical protein::PFI1325w::(OPFI17667)

PF11405c hypothetical protein::PFI1405c::(KN5081_1)

PFI1420w guanylate kinase, putative::PFI1420w::(OPFI17660)

PF11445w hypothetical protein::PF11445w::(F5910_2)

PFI1470c hypothetical protein::PFI1470c::(112692_1)
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PF11475w merozoite surface protein 1, precursor::PF11475w::(F8511_1)
PF11515w hypothetical protein::PFI1515w::(PPFI1515W_82)
PFI1520w hypothetical protein::PFI1520w::(D56470_1)
PF11575c peptide release factor, putative::PFI1575c::(F27464_2)
PFI1610c hypothetical protein::PFI1610c::(PPFI1610C_208)
PF11625c organelle processing peptidase, putative::PF11625c::(F26774_1)
PFI1720w hypothetical protein::PFI1720w::(F68282_1)
PF11735c hypothetical protein::PFI1735c::(F37100_2)
PFI1740c hypothetical protein::PFI1740c::(OPFI17638)
PF11745c hypothetical protein::PFI1745c::(PPFI1745C_158)
PFI1755c hypothetical protein::PFI1755c::(112552_2)
PFI1760w hypothetical protein::PFI1760w::(PPFI1760W_133)
PFI1780w hypothetical protein::PFI1780w::(OPFI17716)
PFLO035¢ octapeptide-repeat antigen, putative::PFL0035c::(L1_28)
PFL0110c PfmpC::PFL0110c::(L1_63)
PFLO140w hypothetical protein::PFLO140w::(PPFL0140W_120)
PFL0225c¢ hypothetical protein::PFL0225c::(L2_10)
PFL0280c hypothetical protein::PFL0280c::(L2_31)
PFL0355¢ hypothetical protein::PFL0355c::(L2_72)
PFLO400w 50S ribosomal protein L29, putative::PFL0400w::(L2_101)
PFL0415w acyl carrier protein, mitochondrial precursor, putative::PFL0415w::(KN46_3)
PFLO430w tim10 homologue, putative::PFL0430w::(L2_114)
PFL0465c¢ Zinc finger transcription factor (krox1)::PFL0465c::(PPFL0465C_3366)
PFLO485w hypothetical protein::PFL0485w::(L2_139)
PFLO500w 50S ribosomal protein L1, putative::PFLO500w::(L2_146)
PFL0O505¢ hypothetical protein::PFL0505c::(L2_147)
PFLO585w PfpUB Plasmodium falciparum polyubiquitin::PFLO585w::(L2_187)
PFL0610w hypothetical protein::PFL0610w::(L2_194)
PFLO615w hypothetical protein::PFLO615w::(L2_199)
PFL0660w dynein light chain 1, putative::PFLO660w::(L2_212)
PFLO720w hypothetical protein::PFLO720w::(L2_246)
PFLO765w hypothetical protein::PFLO765w::(L2_265)
PFLO785c signal recognition particle 19 kd protein, putative::PFL0785c::(L2_276)
PFL0825c¢ hypothetical protein::PFL0825c::(L3_3)
PFL0940c erythrocyte membrane protein 1(PfEMP-1) pseudogene::PFL0940c::(J1058_1)
PFL0960w D-ribulose-5-phosphate 3-epimerase, putative::PFL0960w::(OPFL0048)
PFLO970w pre-mRNA splicing factor, putative::PFL0O970w::(J938_1)
PFL1010c hypothetical protein conserved::PFL1010c::(KN267_1)
PFL1025c¢ hypothetical protein::PFL1025c::(J2541_2)
PFL1075w hypothetical protein::PFL1075w::(KN2497_2)
PFL1140w hypothetical protein, conserved::PFL1140w::(OPFL0109)
PFL1180w Chromatin assembly protein (ASF1), putative::PFL1180w::(KN5186_1)
PFL1350w RNA pseudouridylate synthase, putative::PFL1350w::(OPFL0122)
PFL1390w hypothetical protein::PFL1390w::(KN3690_1)
PFL1405w hypothetical protein::PFL1405w::(F22280_1)
PFL1415w hypothetical protein::PFL1415w::(PPFL1415W_1260)
PFL1465c¢ heat shock protein hslv, putative::PFL1465c::(OPFL0038)
PFL1520w dim1 protein homolog, putative::PFL1520w::(OPFL0027)
PFL1545c¢ chaperonin cpn60::PFL1545c::(OPFL0016)
PFL1585c¢ hypothetical protein::PFL1585c::(KN5414_1)
PFL1605w hypothetical protein::PFL1605w::(J3424_1)
PFL1650w hypothetical protein::PFL1650w::(KN1007_1)
PFL1655c¢ hypothetical protein::PFL1655c::(KN973_2)
PFL1665c¢ hypothetical protein::PFL1665c::(113218_1)
PFL1685w hypothetical protein, conserved::PFL1685w::(OPFL0102)
PFL1740w hypothetical protein::PFL1740w::(OPFL0147)
PFL1790w ubiquitin activating enzyme, putative::PFL1790w::(KN1056_2)
PFL1830w ubiquitin-like protein, putative::PFL1830w::(PPFL1830W_6)
PFL1845c calcyclin binding protein, putative::PFL1845c::(OPFL0091)
PFL1865w hypothetical protein::PFL1865w::(PPFL1865W_5205)
PFL1890c hypothetical protein, conserved::PFL1890c::(OPFL0112)
PFL1900w hypothetical protein::PFL1900w::(E25972_1)
PFL1905w hypothetical protein::PFL1905w::(PPFL1905W_140)
PFL1920c hydroxyethylthiazole kinase, putative::PFL1920c::(OPFL0087)
PFL1945c¢ hypothetical protein::PFL1945c::(OPFL0045)
PFL1960w erythrocyte membrane protein 1 (PfEMP1)::PFL1960w::(KM1590_2)
PFL1980c hypothetical protein::PFL1980c::(PPFL1980C_68)
PFL2095w Translation initiation factor SUI1, putative::PFL2095w::(PPFL2095W_60)
PFL2180w 50S ribosomal protein L3, putative::PFL2180w::(OPFL0098)
PFL2195w hypothetical protein::PFL2195w::(A14263_1)
PFL2205w hypothetical protein::PFL2205w::(KN400_1)
PFL2245w hypothetical protein::PFL2245w::(KN1106_5)
PFL2260w hypothetical protein::PFL2260w::(KN5610_3)
PFL2280w cyclin g-associated kinase, putative::PFL2280w::(KN672_1)
PFL2415w Hbeta58/Vps26 protein homolog, putative::PFL2415w::(KN8928_1)
PFL2445c¢ hypothetical protein::PFL2445c::(OPFL0145)
PFL2460w coronin::PFL2460w::(OPFL0013)
PFL2485c tryptophanyl-tRNA synthetase, putative::PFL2485c::(PPFL2485C_117)
PFL2530w hypothetical protein::PFL2530w::(OPFL0121)
PFL2540w hypothetical protein::PFL2540w::(PPFL2540W_151)
PFL2560c hypothetical protein::PFL2560c::(PPFL2560C_2)
PFL2565w hypothetical protein::PFL2565w::(M30262_1)
pla_rpl14 plastid ribosomal protein 14, large subunit::pla_rpl14::(PRPL14)
pla_rpl16 plastid ribosomal protein 16, large subunit::pla_rpl16::(PRPL16)
pla_rpl4 plastid ribosomal protein 4, large subunit::pla_rpl4::(PRPL4)
pla_rps3 plastid ribosomal protein 3, small subunit::pla_rps3::(PRPS3)
pla_rps5 plastid ribosomal protein 5, small subunit::pla_rps5::(PRPS5)
pla_tRNA-Gly plastid tRNA-Gly::pla_tRNA-Gly::(PTRNA-GLY)
pla_tRNA-Gly2 plastid tRNA-Gly2::pla_tRNA-Gly2::(PTRNA-GLY2)
pla_tRNA-Pro plastid tRNA-Pro::pla_tRNA-Pro::(PTRNA-PRO)
pla_tRNA-Trp plastid tRNA-Trp::pla_tRNA-Trp::(PTRNA-TRP)
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APPENDIX C
INTERACTOME DATA COMPARISON

Interactome data obtained from http://www.cbil.upenn edu/plasmoMAP/index-v1.html#log and used with permission from S. Date

Strain selected: 3D7 I
Query: PF10_0322 S-adenosylmethionine decarboxylase-ornithine decarboxylase
Score Protein ID Descripticn Present in PfAdoMetDC/ODC co-inhibition differential abundance da

9.53 PFE11 0317 |structural maintenance of chromosome protein, putative

8.31 PFEO195w  |p-type ATPase, putative

7.98 PFAD390w |DNA repair exonuclease, putative

6.62 MALBP1.99 |hypothetical protein Yes

6.62 | PE11 0427

shate b-D-mannosyltransferase, putative

6.62 | PEO7 0129 thetase Yes
6.62 PFAQ590w |ABC transporter, putati Yes
5.9 PF']D_OZBU hypothetical protein

5.9 PF13 0348 |hypothetical protein

5.7 PF14 0053 |ribonuclectide raductase small subunit Yes
4.71 PFDOG85C chromosome associated protein, putative Yes
4,71 PFCO125w  |ABC transporter, putative Yes
4.71 PF14_O?OQ ribosomal protein L20, putative Yes
4,71 PF08 0131 |1-cys peroxidoxin Yes
4,71 PF11 0117 |replication factor C subunit 5, putative Yes
4.71 PF']']_O'lS'] tyrosine --tRNA ligase, putative Yes

4.71 PFB0O180w |5'-3' exonucleass, N-terminal resolvase-like domain, putative Yes

4.71 PFL2180w |505 ribosomal protein L3, putativ

4,71 PF14 0097 |cytidine diphosphate-diacylglycerol synthase

4,71 PF14 0081 |ona repair helicase, putative Yes

4.71 PF11_0044 |hypothetical protein

4,71 PF11_0197 |hypothetical protein

4,52 F’F14_0338 hypothetical protein

4,52 PF14 0397 |hypothetical protein, conserved

4.52 PF10 0362 |DNA polymerass zeta catalytic subunit, putative

4.52 PFBOG0Aw |Ser/Thr protein kinase, putative Yes

4,52 PF08_0034 |histone acety

ase Gons

ransie

4.52 | PF10 0132 |phospholipass C-like, putative

4.52 PFI1310w MNAD synthase, putative

4.52 PE13 0016 |methyl transferase-like protein, putative

4,52 PFB0520w |protein kinase, putative

4,52 PF11_0049 |hypothetical protein, conserved

4.52 PF11 0074 |hypothetical protein

4,52 PF14 0161 |hypothetical protein, conserved

te dehydrogenase E1 beta subunit, putative

4.52 | PF14 0441 |oyr

4.52 PFED040c FEMP2 Yes

4.52 | MAL13P1.95 |ferredoxin

4.52 PFEDS85c  |myo-inesitol 1-phosphate synthass, putative Yes

4,52 PF13 0021 |small heat shack protein, putative

4.52 PFCO0915w [ATP-dependent RNA helicase, putative
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Strain selected: 3D7

Query: PF10_0322 S-ad ylmethionine decarboxylase-ornithine decarboxylase
Score Protein ID Description Present in PfAdoMetDC/ODC co-inhibition differential abundance dataset
4,52 PFAD520c [chromatin assembly factor 1 protein WD40 domain, putative Yes
4,52 PF08 0031 |oxoglutarate/malats translocator protein, putative
4.52 PFI09 10w DMNA helicase, putative
4,52 PF14 0200 |hypothetical protein
4.39 PFL1545¢c |chaperonin cpong0, mitochendrial precursor Yes
3.96 PF11 0077 |hypothetical protein
3.96 MALBP1.17 |disulfide isomerase precursor, putative
3.96 PF14_05_|"U hypothetical protein, conserved Yes
3.68 PFE1155¢c |mitochondrial processing peptidase alpha subunit, putative

[sJiee=1) g T M koo Eod b= o = W = ) g et e e B oo = o
3.68 PF14 0309 |methyltransferass, putative Yes
3.38 PFC0955w |ATP-dependent RNA helicass
3.38 PFI0490c hypothetical protsin Yes
3.38 | MALBP1.157 |hypothetical protein
3.38 | MAL13P1.138 |hypothetical protein
3.38 PF14 0255 |hypothetical protein
3.38 PF13_0242 isocitrate dehydrogenase (NADP), mitochondrial precursor
3.38 PFE1320w |hypothetical protein
3.38 PFL2245w |hypothetical protein
3.38 PFIDGT70w hypothetical protein, conserved
3.38 PF14 0354 |hypothetical protein Yes
3.38 PFB0215c [3'-5" exonucleass, putative
3.38 PF14_0101 [hypothetical protein
3.38 PFLOGB0wW  |gynein light chain 1, putative Yes
3.38 PF14 0112 |poM1i, putative Yes
3.38 PF14 0348 |aATP-dependent Clp protease proteclytic subunit, putative Yes
3.38 PF13_0322 [falcilysin
3.38 PF14 0192 |glutathione reductase Yes
3.38 PF10 0235 |hypothetical protein
Uy TTOUUID TTTTCIT POy o= LHTIOLLE alLlivadiliy STIZY TS,
3.38 PFEOG75C |DNA photalyase), putative Yes
3.38 PFL1070c |endoplasmin homolog precursor, putative
3.38 PFCO0165w |hypothetical protein
3.38 PF13 0117 |hypothetical protein, conserved
3.34 PF14 0318 |hypothetical protein
3.34 PFEOB45w  |hypothetical protein
3.34 PFI1120¢c hypothetical protsin
3.34 PF08 0010 |hypothetical protsin
3.34 PF10 0234 |hypothetical protein
3.34 | MAL13P1.107 |hypothetical protein Yes
3.34 PF13_0077 |DEAD box helicase, putative
3.34 | MAL13P1.180 |hypothetical protein
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Strain selected: 3D7

Query: PF10_0322 S-ad ylmethionine decarboxylase-ornithine decarboxylase
Score Protein ID Description Present in PfAdoMetDC/ODC co-inhibition differential abundance da
3.34 | PF11 0365 |hypothetical protein Yes

3.34 | PF14 0394 |hypothetical p n

3.34 | MAL13P1.295 [hypothetical protein

3.34 PF14_0014 |hypothetical protein

3.34 | PF14 0471 |hypothetical p n

3.34 | MAL13P1.90 |hypothetical protein

3.34 PF11 0219 |hypothetical p n

3.34 PFADB15w  |hypothetical protein

3.34 PFF0115¢

3.34 PFAD195w |hypothetical protein

3.34 PFAD175w |hypothetical protein

3.34 PFLO485w |hypothstical

(]

3.3¢ | PF14_0310 [hypothetical

3.34 PFIOG10w  |hypothstical

3.34 | MAL7P1.111 |hypothetical

3.34 | PF11 0054 |hypothstical

n, conserved

3.34 | PF10_0226 |hypothetical

3.34 | PF08_0046 |nhypothetical

rotein

3.34 PFL0965¢c  |hypothetical

D
D
D
D
3.34 PFE0310c [hypothetical p
pi
D
D
D

3.34 | MAL13P1.332 |hypothetical

3.34 PFF0655¢ Yes

3.34 PF14 0176 |hypothetical protein

3.34 MALBP1.55 [hypothetical protein

3.34 | MAL13P1.127 |hypothetical protein

3.34 PEFDS55w

3.34 MALBP1.11 [hypothetical

3.34 | MALBP1.86 |hypothetical Yes
3.34 | MAL13P1.266 |hypothetical
3.34 PFL0O605c  |hypothetical
3.34 | PF13 0192 [hypothetical Yes
3.34 | PF11_0248 [nypothetical Yes
3.34 PFB0185w |hypothstical
3.34 | MAL13P1.325 |hypothetical
3.34 PF08 0067 |hypothetical
3.34 PFL1675¢c hypothetical
3.34 PFC0230¢c [hypothetical p
3.34 PFAD460c  |tubulin-specific percne a, putative
3.34 PF14 0306 |hypothetical protein
3.34 PF13 0134 |hypothetical protein
3.34 | MAL7P1.114 |7 gondii P36-like protein;
Strain selected: 3D7
Query: PF10_0322 S-ad ylmethionine decarboxylase-ornithine decarboxylase
Score Protein ID Description Present in PfAdoMetDC/ODC co-inhibition differential abundance datasst

3.34 PFI0585c hypothetical protein

3.34 PF14 0253 |hypothetical protsin

3.34 PF']S_OUBU hypothetical protein

3.34 PFFD225w

3.34 PFL1275¢c  |hypothetical protein

3.34 PF14 0498 |hypothetical protsin

3.34 PEF1175¢

3.34 PFFO770c

3.34 PFF1395¢c

3.34 | MAL7P1.157 |hypothetical protsin

3.34 | PFF0935c Yes

3.34 PEF0400w

3.34 | PF14 0356 [hypothetical

3.34 PF14 0300 |syntaxin, puta

3.34 MALTP1.74 |hypothetical protein

3.34 | MAL13P1.390

3.34 PFF1140c

3.34 PF10_0032 |hypothetical protein

3.34 | PF14_0186 |hypothetical protein

3.34 PF14 0430 |hypothetical protein Yes

3.34 PFLO095c  |hypothetical protein

3.34 PFOB_OUBU hypothetical protein

3.34 PFB0O600c [hypothetical protein

3.34 | PF13 0241 |hypothetical protein

3 PF11 0258 |co-chaperone GrpE, putative

3 PFBOG85c  |acyl-CoA synthetase
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Interactome data obtained from http://www.cbil upenn.edu/plasmoMAP/index-v1 html#log and used with permission from S. Date

Strain selected: 3D7

Query: PFO8_0095 dihydropteroate synthase/dihydroxymethylpterin pyrophosphokinase

Score Protein ID Description Present in PfAdoMstDC/ODC co-inhibition differential abundance dataset
10.32 FF1 3_014[] dihydrofolate synthase/folylpolyglutamate synthase
8.31 PFLO740c |10 kd chaperonin, putative

8.31 PF11 0258 |co-chaperone GrpE, putative

8.31 PF13_0180 [chaperonin, putative

7.98 PFOS_UDOG prohibitin, putative

7.98 PFL1475w |sun-family protein, putative

5.96 PF13 0234 |phosphosnolpyruvate carboxykinase

5.96 PF11 0188 |heat shock protein 90, putative

5.96 PF14_0656 [U2 snRNP auxiliary factor, putative

5.96 F'F']4_U242 arginine n-methyltransferase, putative

5.9 PFB0953w  |hypothetical protein Yes
5.9 | MALVP1.209

5.9 PEF0945¢c

5.9 PFEQDGOwW |hypothetical protein

5.9 PF1 '|_UO?6 hypothetical protein

5.9 PEFO775w

5.9 PF10 0013 |hypothetical protein

5.9 MALBP1.124 [hypothetical protein

5.9 PF14 0705 |hypothetical protein

5.9 PFE1230c |hypothetical protein, conssrved

5.9 PF13 0300 |mitochondrial inner membrane translocase, putative
5.9 MALBP1.15 |hypothetical protein

5.9 PFE1245w |zinc finger protein, putative Yes
5.9 PF11_0511 |hypothetical protein

5.9 PFCO790w |hypothetical protein

5.9 PF13 0015 |hypothetical protein

5.9 PFAD160c |int=gral membrane protsin

5.9 | MAL13P1.73 [hypothetical protein

5.9 PF14 0674 |hypothetical protein

5.9 | MAL13P1.318 |hypothetical protein

4.71 PFB0525w |asparagine -- tRNA ligase, putative

4.71 PFL1210w |hypothetical protein

4.71 PFO7_0079 |60S ribosomal protein Lila, putative

4.71 PFL1425w |t-complex protein 1, gamma subunit, putative
4.71 | MAL13P1.284 |pyrroline carboxylate reductase
4,71 PFI1100w |Para-amincbenzoic acid synthetase
4,71 PFEQ475w |asparagine -- £ RNA ligase, putative
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Strain selected: 3D7

Query: PFO8_0095 dihydropteroate synthase /dihydroxymethylpterin pyrophosphokinase

Score Protein ID

Description

Present in PfAdoMetDC/ODC co-inhibition differential abundance dataset

4.71 | PF14_ 0370

RMA helicass, putative

4.71 PFC0285¢

T-complex protein beta subunit, putative

.52 PELO705¢

adrenodoxin-type ferredoxin, putative

.52 | PFB0545c

ribosomal protein L7/L12, putative

.52 | PF14 0023

hypothetical protein, conserved

=2 | Pri1 0339

hypothetical protein

.52 PFAO0145¢c

aspartyl-tRNA synthetase

.52 | PF14 0517

peptidase, putative

.52 | PF14 0230

Ribosomal protein family L3, putative

aminomethyltransfer:

e, mitochondrial precur

.52 PFB0595w

heat shock 40 kDa protein, putative

.52 PFDO755¢

adenylate kinase 1

.52 | PF11 0077

hypothetical protein

.52 | PF03 0018

Translation initiation factor like protein

.52 PFL2395¢c

dimethyladencsine transferase, putative

.52 PFL1150c

ribosomal protein L24, putative

4
4
4
4
4
4
4
452 | PF13.0345
4
4
4
4
4
4
4

.52 | FF10 0121

hypoxanthine phospheribosyltransferase

4.52 | PF10 0325

hypothetical protein, conserved

4.39 | PF14 0668

hypothetical protein

4.39 | PF14_0036

acid phosphatase, putative

4.39 PFBO115w |hypothetical protein Yes
4.39 | PF14 0297 |putative Yes
4.39 PFEDGOSC glutathione synthetase

4.39 PFL0255c  |putative

4.39 PFL1310c |ATP-dependent RNA hslicase, putative

4,39 PF11 0264 |DNA-dependent RNA polymerase

4.39 PF11 0351 |heat shock protein hsp70 homelogus

4,39 PF13 0243 |hypothetical protein

4,39 PFI1&70c amincpeptidase, putative

4.39 PF14 0022 |exopolyphosphatase, putative

3.38 PFEDB30c |orotate phosphoribosyltransferase, putative

3.38 | MAL13P1.54 |hypothetical protein, conserved

3.38 PF14_0378 |triose-phosphate isome Yes
3.38 PF10_0153 |hsp60 Yes

3.38 PFC0271c

glutaredoxin, putative

3.38 | PF11 0165

falcipain 2 precurscr

3.38 PFD0980w

holo-{acyl-carrier prof

3.38 PFB0200c
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Strain selected: 3D7 I

Query: PFO8_0095 dihydropteroate synthase/dihydroxymethylpterin pyrophosphokinase

Score Protein ID Description Present in PfAdoMetDC/ODC co-inhibition differential abundance dataset
3.38 PFE1080w |putstive

3.38 | PF14 0381 |[delta-aminclevulinic acid dehydratase

3.38 PF11 0507 |antigen 332, putative

3.38 PF14 0147 |ATP-dependent protease, putative

3.38 PFCO550w |hypothetical protein

3.38 PF14_0166 |lysine -- tRNA ligase, putative

3.38 PF13_0141 |L-lactate dehydrogenase Yes
3.38 PFDO555c  |hypothetical protein

3.38 PF11 0301 |spermidine synthase

3.38 PFC0205¢c |PfGLP-1, 1-cys-glutaredoxin-like protein-1

3.38 PFL1710c |tetQ family GTPase, putative

3.38 PF10 0152 |hypothetical protein

3.38 PFLOG90c  |hypothetical protein

3.38 PFO7 0100 [hypothetical protein

3.38 PF14 0341 |glucose-6-phosphate isomerase

3.38 PF14_0096 |hypothetical protein Yes
3.34 PF14 0209 |hypothetical protein

3.34 PF10 0084 |hypothetical protein

3.34 | MAL13P1.221

3.34 PFI1750c hypothetical protein

3.34 PFFO105w

3.34 PF13 0029 |hypothetical protein

3.34 PFF1330c

3.34 PFO8_0028 [hypothetical protein

3.34 PFD0O365¢c |hypothetical protein

3.34 PF14 0410 |hypothetical protein

3.34 PFEQ295w |hypothetical protein

3.34 PF11 0319 |hypothetical protein

3.34 PF13_0183 [hypothetical protein Yes
3.34 PFBO470w |hypothetical protein

3.34 PF14 0037 |hypothetical protein

3.34 PFADB30c |hypothetical protein

3.34 PFF0820w

3.34 PFL2355w |hypothetical protein

3.34 PFBO620w |hypothetical protein

3.34 PFBO560wW |hypothetical protein

3.34 PEFO120w

3.34 PF11_0404 [malaria antigen




<

UNIVERSITEIT VAN PRETORIA

UNIVERSITY OF PRETORIA

YUNIBESITHI

YA PRETORIA

Strain selected: 3D7

Query: PFOB8_0095 dihydropteroate synthase/dihydroxymethylpterin pyrophosphokinase

Score Protein ID Description Present in PfAdoMetDC/ODC co-inhibition differential abundance dataset
3.34 PFE1605w |protein with DNAJ domain

3.34 PF13_0098 |hypothetical protein

3.34 PF14 0312 |hypothetical protein

3.34 PFO8 0051 |hypothetical protein Yes
3.34 PFEOG70w |hypothetical protein

3.34 MALBP1.32 |nuclecside transporter, putative Yes
3.24 PFIM1415w |Serine/Threcnine protein kinase, putative

3.34 PF13 0191 |hypothetical protein

3.34 | MAL13P1.46 |hypothetical protein

3.34 PFI1615¢c

3.34 PF14_0180 |hypothetical protein

3.34 PFB0921c |hypothetical protein

3.34 PF14 0887 |hypothetical protein

3.34 PFF1335¢c

3.34 PFI0430c¢ hypothetical protein

3.34 PFAD100c |hypothetical protein

3.24 | MAL13P1.333 |hypothetical protein

3.34 PFEO800w |hypothetical protein

3.34 PFBO110w |hypothetical protein

3.34 PF13 0281 |hypothetical protein

3.34 PFCO166w

3.34 PF13 0101 |hypothetical protein

3.34 PFF0590c

3.34 FF1 3_{]252 nuclecside transporter 1

3.34 PF11_0247 |hypothetical protein

3.34 PFCO0085c |hypothetical protein Yes
3.34 PF11 0254 |hypothetical protein

3.34 PF10 0324 |hypothetical protein

3.34 | MALVP1.225

3.34 | PFF0435w Yes
3.34 PFLOB40w |hypothetical protein

3.34 PF13 0097 |hypothetical protein

3.34 FFBO920w hypothetical protein

3.34 | MAL13P1.352 |hypothetical protein

3.34 PFF1400w

3.34 PFO7 0075 |hypothetical protein

3.34 PF11 0508 |hypothetical protein Yes
3.34 PF11_0506 [hypothetical protein

Strain selected: 3D7

Query: PFO8_0095 dihydropteroate synthase/dihydroxymethylpterin pyrophosphokinase

Score Protein ID Description Present in PfAdoMstDC/ODC co-inhibition differential abundance dataset
3.34 MALYP1.31 [hypothetical protein

3.34 PF1 3_00?1 hypothetical protein

3.34 PF13 0099 |hypothetical protein

3.34 | MAL7P1.201

3.34 PF10_0265 [hypothetical protein

3.34 PF10_0029 |hypothetical protein

3.34 PF13 0112 |hypothetical protein

3.34 PFEQ595w |hypothetical protein

3.34 PFAQ255c  |hypothetical protein Yes
3.34 |MAL13P1.274

3.34 PFI1385¢c hypothetical protein

3.34 PF14 0308 |hypothetical protein

3.34 PFE1615c  |hypothetical protein Yes
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APPENDIX D
PROTEOMICS 2D-GE SPOT EXCISION LIST

Spot densities and ratios compared to UTy (relative t;)

SSP Annotation Utt1 Ratio Tt1 Ratio T Ratio T Ratio
213 2869318 1 4508792 1.57 704448.6 0.25 1620015 0.56
215 2190291 1 1211539 055 2648142 1.21 6412805 293
1102 Falcipain-2 (PF11_0165) 894643 1 1 867554 .4 0.97 1054486 1.18 2591236 29
1707 1336849 1 1334699 1 2516244 1.88 39133186 293
1722 523218.4 1 7590249 1.45 1902331 3.64 1688286 323
1828 Human erythroid alpha-spectrin 3680704 1 6395287 1.74 17274236 469 6387526 1.74
2006 2906660 1 2399245 0.83 703373.1 0.24 1071395 0.37
2105 68055.3 1 259310 3.81 206534 .4 3.03 117665.2 1.73
2407 Human beta-actin (fragment) 3364660 1 4195220 1.25 4597818 1.37 9063727 2.69
2903 Human erythroid alpha-spectrin 4843321 1 4921287 1.02 14176775 293 16156811 3.34
2904 Human erythroid alpha-spectrin 1050788 1 6207556 591 3713321 353 4896287 4.66
2908 Human erythroid alpha-spectrin 2718422 1 2733009 1.01 7295902 2.68 4799249 1.77
4102 708179.6 1 1431409 2.02 2129954 0.3 353271.8 0.5
4109 1929481 1 248409.8 1.29 399896.7 2.07 509413.5 264
4110 87676.6 1 73404 0.64 228144 26 335853.4 3.83
4302 498470 5 1 504199 6 1.21 198448 3 04 2581723 052
5106 1254317 1 1421460 1.13 843056.3 0.67 472447 8 0.38
5201 837381.3 1 2810306 0.34 204343.8 0.24 274797 0.33
5207 12681177 1 3363726 0.27 4353747 0.35 4822405 0.38
5314 396261.8 1 4195223 1.06 1267443 32 1447255 3.65
6005 527602.3 1 200273.7 0.38 147416.9 0.28 161523 0.31
6104 770410.6 1 1071500 1.39 2348134 0.3 187354.2 0.24
6105 2009352 1 2198885 1.09 666891.9 0.33 0
6505 S-adenosylmethionine synthetase (PFI1030w)* 2509872 1 2592248 1.03 1781118 0.71 1200317 0.48
6506 Omithine aminotransferase (PFF0435w)° 1042238 1 1420503 1.36 1489907 1.43 2313307 222
7103 6916921 1 2588248 0.43 4419540 0.64 1842549 027
7104 2328269 1 87718586 0.38 272572 0.12 358543 8 015
7106 1721574 1 2139107 1.24 416634.8 0.24 8442231 0.49
7718 2544799 1 588543.2 0.23 1203771 0.51 1031303 0.41
7817 Elongation factor 2 (PF14_0486) 572182.3 1 594160.1 1.04 1607578 2.81 873754.8 1.53
8001 1304672 1 9781715 0.75 447955.2 0.34 522991.3 04
8002 3035502 1 980220.3 0.32 843949.5 0.28 898411.9 0.3
8004 897505.3 1 1179157 1.31 132369.3 0.15 362044.2 04
8018 4875407 1 812069.3 017 1234645 0.25 4426423 0.09
8102 38253012 1 10144632 027 9096348 0.24 8096272 0.21
8115 1058422 1 991311.4 0.94 58656.1 0.06 143936.8 0.14
8201 Pyridoxal-5-phosphate synthase pdx1 (PFF1025¢c) 948551.1 1 943220.3 0.99 1506122 1.59 2393723 252
8203 4472542 1 6114925 1.37 1879056 0.42 1532572 0.34
8207 L-lactate dehydrogenase (PF13_0141) 4834714 1 13598061 281 7629889 1.58 5320832 11
8301 423341 1 516469.9 1.22 173934.7 0.41 109692.3 0.26
8705 1807778 1 254621.8 0.14 548141.9 0.47 556224 1 0.31

a. Spot saturated on high intensity scan set, thus SSP number, spot densities and ratios provided obtained from medium intensity scan set.

b. Spot saturated on high intensity scan set, thus SSP number, spot densities and ratios provided obtained from medium intensity scan set.



APPENDIX E
METABOLOMICS DATA

Metabciomics Data
Maiabois Mode'  Siank uT, Ty
27y inas 2ok - 513835 2674585 3821438
2 - 2284553 2481204 127E1E2
» - 105220453 £25212.88 23822238
1,3-dphosphategiycerais - 13371225 1545B&.31 138822
2-denyre-D-pluccrate - 1447140 1283831 1433352
2mpdrowy--methyibuianedok ackl - 35E237E 3SSIT.AD 4s13a8S
et - 145212 138575 151807
3-phosphoglycerate - 4221293 3222088 2293390
4-amchutyate - 172 33002 7I.EE
S-methythicinosine - 114808 EESE31 B4ELDY
acaticamtine - 43955732 42082805 32188882
acontate - 48907 EDOLAY &TEVTS
acercsne - 135833 28372 41850
ADE - 1857178 1s3smas  1ssTOeS
avexginante - 3513748 12138643
AME - 71235 81845 19I55
argnine - 2763343 1B4EEE  IEEAS3D
asparagine - 1885320 18283.20
azpartate - 33743 2E313e
aTE - 17EazTee  38ElN2
camine - 107247 1073703
chalesiznyl slfate - 19508392 10542847 BSE1LTR
chai - 10793150 9103529 8534048
chruine - 345530 1035437 1529385
cecaycholk: ackd - s2351 E2iDe B4OES
©E0F - 148342 128507 5EL30
C-ghconae - 21150 2843067 1708582
C-glcan-iactone-£-phasphate - 552357 EBIEAT  TE2RSE
C-giycermkdendys-3phcaphai - 157455 E10385  E41RE
ihsdreeratate - 333zse 413330 S4ELI
cinytre-acetone phossnate - 5658545 GBS0 550408 520554
D-seconeptiiose-T-phasphate - 1214257 1EEES34 42810
*ruzee-1 E-osanciphaie - 727535 27995
*ruzae-E-oncanhate - 2981.83  259.68
e - 284847 388537
glucznc-acione - 3SIB43E BEEILED 315132
gluzose-iphosph: - 2341 /A3IE 30ERTT
gluzzee-Eprcaohae - 2204545 20728.80  17ER6AR
glrtamate - SOISES1 4438105 421Dedt
luzmine - 47434113 3SII0084 28440570
izt - 103132311 TSE630.73 B035B5.42
izt - 23EE203 1431283 127EATE
cluanions deufide - 1B3TERIN ITADET.AS 3E1TELID
shycercprosancchal - S51042  E2302¢ EEIETD
Rexcse-prosonace - 1450038 2308832 2TEEAT
Fiztiane - 2227 e
Fypovamine - I3 24ETSAS 21301E4
ME - 320435 E2SEED 630904
+ 310851 184520 32maEE
- 433075 438027 EEILAD
- S3I01.2 9545154 135BELE3
+ EIES s7e08 A1LAE
12621467 13076220 10ESSIAD
- 3311878 2287688 1EE4E
- 3461038 £185508  I7TESEID
- |EET  30ER I0EIOE
- Tamamn T
Necaamoy-L-aspartate - 3051838
Fzotinamide - 2:831.28
rizotinamide rbctide - BTI.EE 102347 13304
conitnine - 1E13147  1BEILOT 1ETI03
- TEEEET 12ETEEe  £38038
pantcthenate 74014 1347062 1284367 15300.52
chenyialanine 13950459 158042.85 200188.55 14432230
prosphcencipyruvate 1390401 12953.05 465277 520357
Flpecoikc acd 2515353 10153081 22848337 28434 27
Eroline 34213854 302890.97 327209.07 25153885
putrazcine 233572 333745 E3837E
Fyridanie 13TEI0A3  BésERAE EIITLAR
pymuvaie 37504 BI0TEE
rbfiavin - 537314 502783
-adenoayi-L-nomocysteing - 2818 5em2e
3-adencayi-L-methicnine - 184842 185783
erine - 1113840 1225230
snkmase-3-phosphate - 32843 34ELN
2-methyhS-ihcadenasine - sosaas ssanis
sglyceni-3-phosphate - 10832118 10293534
znemidre k anhya 173EEES 1308870
B-rbosyL-homocysteine - 573 0.0
succiate S4B 162358
wiamine - 1402333 1236146 1208237
wreanine - 1391355 16E7B.56  18574.S0
wyptophan - SITOTTD G10EEEE  E10ET.3E
gyresne - 2100041 1535365 1540834
UDP-D-ghcose - 1510537 15288458 15285057
P-C-glcurnate - 503843 E14635  2mReE)
UDP-H-acesy-glocosaming 2510155 29386.11 2953372
uTP - 132428 138482 200841
waine - 2154425 1987168 2136241 150 11523.33

“sode on MEME

14228 41
17134123

sazo
E531581
51882 37

EREE

1978527

105187273
134

1428328
3588877
s322
4210935
1334
114433

5038131
47433414
109131157
28
18373084
550835
1434238
2888530

15010238
sa2302
2508583
131318
2154024

*uetanahies changed >2-foid I eliner drecion ane cotr-ndicated (ned = mone than 2400k Noreases. gresn = more nan 240k cecreased)

245E0.1E
2148178
£38382.77
154578.57
12852.08
3845235
8588
3211750
385,07
840,58
22083780
373,08
23558
1835385

176518.01
1108718
10511278
3053288
10902.42
51283
1280.62
2s421.20
628438
505781
338572
30734
1213773
718878
276,63
330,58
3882131
381810
1348252
2457848
353893.89
795675.35
14238.87
374060.13
522818
2282782
2381282
2456142
5280.20
845,07
433508

588818

1348232
18803213
1238448
10157648
202740.68
337,08
5423480
382823
£383.00
1275
184408
113147
333488
save.sz
10827851
1738582

182873.58
sian.E0
2338148
1333.53
1388752

ESTERT
559328
233080.38
134785
1419137
2215883
138818
2283082

1518828

1590503 15ETEAS
S02207.70 E331287% BE94De.33|
41 11385411 £2302.33)
EOESS4  140104F  1333.43)
4S1EETT 4038255 4TOIETI
“g45.5% 115268
28320.13|

24
SoiTELAD

223505
513539 7IIAY

542235 835157

731058 4387.38)

199852 24T

183299 1780.55)

38335.02)

288,55

17838.90)

21510.47)

23433855 33056755 343629.89
50357357 9D 73874931 74234853
7es3e 121 11837.55|
381725.83 37828331 380586.81
s31253 £878.15)
2153457 18237.37)
62887 25801.58|
2128382 24932.75|
sa0258 77258
328542 1881.50]
s307.28 850,51
133995.55 38538.42)

TITET
84079502
13138
2428308

1155003

1293808
20013888

13038.70

554557
338936 1529283 14m21.84]
440476 14431280 171331.53)
0Ese3s  9ER37  Bessrll
026568 5301.42]
271370.44 251511.10]

.00
“nsEs8.23

15980555 15824500
438334 4197.05)
3135331 3383243
152841 2157.55)
1151323 15477.3

Relaihve i, comparicos®

Farallel tme point scompansan’
T,

HEAREERR

8

Beze
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